The complete mitochondrial genome of Paegniodes cupulatus (Ephemeroptera: Heptageniidae).
The complete mitochondrial genome of Paegniodes cupulatus (Ephemeroptera: Heptageniidae), which is sequenced for the first time here, is 15,715 bp in length, containing 13 protein-coding genes, 2 rRNAs, 22 tRNAs and a control region. The overall base composition of the genome is 33.1% for T, 20.7% for C, 32.5% for A and 13.7% for G, with an AT bias of 65.6%.